Figure S1 Correlation between genome-wide H2AX in IL-2-stimulated cells and that in the cells activated by anti-CD3 and anti-CD28 antibodies. A sliding window of 100Kb was used to count the number of sequencing tags from each experiment. Readcounts were normalized as described in Supplementary Methods. Figure S3
The average H2AX and !H2AX patterns in the activated T cells and resting T cells across 39 common fragile sites (CFSs) compiled in a previous study [Nature 471, 58-62 (2011)]. To adjust for possible bias in the density of nucleosomes themselves, mononucleosome sequencing data in resting and active T cells [Cell 132, 887-898 (2008) ] were used to estimate the incorporation rate of H2AX and !H2AX. Correlation between H2AX an Pol2 in the active cells deposited in -1500 bp ~ 500 bp of the transcription start site (TSS) and -500 bp ~ 500 bp of the transcription start end (TES) of RefSeq genes. Pol2 aCD3/aCD28 at TES H2AX aCD3/aCD28 at TES Figure S5 Genome-wide correlation between H2AX level and gene density. A sliding window of 100 kb was used to count the number of sequencing tags or the number of RefSeq genes. The obtained number of reads or genes was normalized as described previously. Gene density Figure S6 The distribution of Pol2 in the active cells (gray) and the RefSeq genes (black) as a function of the distance to chromosome ends. A 4 Mb sliding window was used to obtain the normalized count of Pol2 sequencing tags and RefSeq genes, which was then averaged over multiple chromosome ends. Figure S7
The distribution of H3K9me3 tag counts in CD4 T cells (black) and in HeLa cells (gray). A 4 Mb sliding window was used to obtain the normalized count of H3K9me3 ChIP-seq tags, which was then averaged over multiple chromosome ends. Based on DNA microarray data for the relative enrichment of early versus late S-phase replicating DNA, we selected early S-phase regions (wavelet-smoothed log2 ratio > 1) and late S-phase regions (waveletsmoothed log2 ratio < -1) and then mapped the normalized H2AX level in HeLa cells to each region. Figure S10
Normalized readcounts of H2AX and irradiation-induced !H2AX in the resting cells as a function of the distance to H3K9me3 domains. To adjust for possible bias in the density of nucleosomes themselves, mononucleosome sequencing data in resting T cells [Cell 132, 887-898 (2008) ] were used to estimate the incorporation rate of H2AX and !H2AX. Relative nucleosome level
